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Term 

conserved eukaryotic family 

metallopeptidase 

peptidase family MIS 

similar to S. cerevisiae YHR113W 



Other genes annolaled lo this term 
(866 Others) 
(7 Otiiers) 
(0 Others) 
(0 Others) 



Mass 51.7 kDa 

Isoelectric point pH 5.7 
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Term (browse Amigo) 

Biological Process 

proteolysis 
Cellular Component 

cytoplasm 
cytosoi 

fungal- lype \ acuole 
Molecular Function 
aspartyl aminopeptidase 
actiYity 

metallopeptidase acti^^ 
zinc ion binding 

EC 3.4.11.- : IUBMB 



Gene Ontology Annotation 
Qualifier Evidence 

ISS (PMIDil7072883) with Pfam:PF02127 

ISS ( PMID: 17 072883 ) with SGD:SQ00001155 

IDA (PMID: 16823372 ) 

ISS ( PMID: 17072883) with Pfam:PF02127 

ISS (PMID: 17Q72883) with SGDiSOOOOOl 155 

lEA (GOA:spkwlGO_REF:0000004) with SP_KW:KW- 
0482 

lEA (GOA:interprolGO_REF:0000002) with 
InterPro:IP R001948 

Catalytic Activity 



Other genes 
annotated to this 
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4204 others 
2322 others 
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Aces Description 

PF02127 Aminopeptidase I zinc metalloprotease (Ml 8) 
Ml 8.002 MEROPS 

IPRQ01948 Peptidase M18, aminopeptidase I 
PRQ0932 Aminopeptidase I zinc metalloprotease (Ml 8) signature 
Database Cross-References 

Description 

Putative aspartyl aminopeptidase (EC 3.4.11.21). 
Schizosaccharomyces pombe chromosome I 
Schizosaccharomyces pombe mRNA, partial cds, clone: SY 1794. 
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YOGY SPAC4F10.02 Retrieval of eukaryotic orthologs 

UniProtKB Annotation For This Protein 
Catal tic Activit Release of an N-terminal aspartate or glutamate from a peptide, with a preference for 

^ ^ aspartate. 

Cofactor Binds 1 zinc ion per subunit (By similarity). 

Similarity Belongs to the peptidase Ml 8 family. 

Subcellular Location Cytoplasm (By similarity). 

Aminopeptidase (10 others) , Complete proteome (4982 others ) , Cytoplasm ( 861 others ) , 
Keywords Hydrolase ( 451 others ) , Metal-binding (451 others ) , Metalloprotease (21 others) , 

Protease ( 90 others ) , Zinc (3()2 others) 

This UniprotKB entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBL 
outstation - the European Bioinfomiatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no 
way modified and this statement is not removed. Usage by and for commercial entities requires a Ucense agreement (See http://ww w.isb- 
Mbxh/anjiomce/ or send an email to license® isb-sib.ch) . 
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